The asymmetric unit of the title compound, C 26 H 25 ClN 2 O 3 , contains two independent molecules (A and B). The conformation of the two molecules differs essentially in the dihedral angle involving the two benzene rings. They are inclined to one another by 52.47 (10) in A and by 31.75 (11) in B. In both molecules, the six-membered piperidin-3-one rings have chair conformations. In molecule A, all four fivemembered rings have twist conformations. In molecule B, only three of the four five-membered rings have twist conformations. The fourth, of the inden-1-one moiety, has an envelope conformation with the spiro C atom, bonded to the N atom of the pyrrolidine ring, as the flap. A weak intramolecular O-HÁ Á ÁN hydrogen bond occurs in each independent molecule while a C-HÁ Á ÁO interaction is also observed in molecule A. In the crystal, pairs of O-HÁ Á ÁO hydrogen bonds link the molecules, forming inversion dimers with graph-set motif R 2 2 (12). These dimers are further interconnected by C-HÁ Á ÁO and C-HÁ Á Á interactions, forming a three-dimensional network.
Related literature
For the importance of pyrrolizine derivatives, see: Anderson & Corey (1977) ; Makoni & Sugden (1980) ; Barsoum & Nawar (2003) ; Abbas et al. (2010) . For the importance of piperidines, see: Rubiralta et al. (1991) ; Pinder (1992) ; Michael (2001) . For puckering parameters, see: Cremer & Pople (1975) .
Experimental
Crystal data C 26 H 25 ClN 2 O 3 M r = 448.93 Monoclinic, P2 1 =n a = 13.5839 (4) Å b = 11.3764 (4) Å c = 28.5382 (9) Å = 95.120 (2) V = 4392.6 (2) Å 3 Z = 8 Mo K radiation = 0.21 mm À1 T = 293 K 0.21 Â 0.19 Â 0.18 mm
Data collection
Bruker Kappa APEXII diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.967, T max = 0.974 85408 measured reflections 10365 independent reflections 7088 reflections with I > 2(I) R int = 0.041 Refinement R[F 2 > 2(F 2 )] = 0.046 wR(F 2 ) = 0.123 S = 1.01 10365 reflections 591 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.33 e Å À3 Á min = À0.38 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C21A-C26A ring. (2) Symmetry codes: (i) Àx þ 2; Ày þ 1; Àz; (ii) Àx þ 3 2 ; y À 1 2 ; Àz þ 1 2 ; (iii) Àx þ 1 2 ; y À 1 2 ; Àz þ 1 2 .
Figure 1
The molecular structure of (I), showing 20% probability displacement ellipsoids and the atom-numbering scheme. Hatoms are omitted for clarity.
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Figure 2
Partial packing diagram. 
10-(4-Chlorophenyl)-14a-hydroxy

Special details
Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell e.s.d.'s are taken into account individually in the estimation of e.s.d.'s in distances, angles and torsion angles; correlations between e.s.d.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell e.s.d.'s is used for estimating e.s.d.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F. 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0508 (5) C15B 0.75861 (16) 0.2098 (2) 0.06915 (7) 0.0563 (5) C16B 0.74522 (14) 0.3361 (2) 0.07891 (7) 0.0520 (5) 0.0365 (9) 0.0366 (9) 0.0337 (9) −0.0017 (7) 0.0016 (7) 0.0008 (7) (12) 0.0108 (10) −0.0006 (9) 0.0048 (10) C12A 0.0370 (9) 0.0366 (9) 0.0307 (8) 0.0031 (7) 0.0003 (7) −0.0004 (7) C13A 0.0458 (10) 0.0422 (10) 0.0340 (9) 0.0070 (8) 0.0015 (7 (17) Hydrogen-bond geometry (Å, º) Cg1 is the centroid of the C21A-C26A ring. (3) 155 (2) Symmetry codes: (i) −x+2, −y+1, −z; (ii) −x+3/2, y−1/2, −z+1/2; (iii) −x+1/2, y−1/2, −z+1/2.
